ABSTRACT Fusobacterium necrophorum is a pathogenic Gram-negative, anaerobic bacterium. In this study, we present the first complete genome sequence of Fusobacterium necrophorum subsp. necrophorum ATCC 25286. These data provide a critical advancement in our understanding of virulence factors that could contribute to F. necrophorum pathogenesis in both human and livestock infections.
read length, 1,731 bp; maximum read length, 91,983 bp) were used for genome assembly. The same DNA preparation used for MinION sequencing was used for short-read DNA sequencing on a MiSeq nano instrument at the Genomic Sequence Center at the Virginia Tech Biocomplexity Institute. Briefly, 150 ng of genomic DNA was fragmented to 400 bp using a Covaris M220 focused ultrasonicator. The ends were repaired, and an A base was added to the 3= end for ligation to the adapters, which have a single T base overhang at their 3= end. Following ligation, the libraries were amplified by 7 cycles of PCR and barcoded. The library generated was validated by the use of an Agilent TapeStation and quantitated using a Quant-iT double-stranded (dsDNA) high sensitivity (HS) kit (Invitrogen) and quantitative PCR (qPCR). The libraries were then pooled and sequenced using a MiSeq nano instrument. In summary, 999,276 reads at 150 bp each (150 mb total; 56ϫ genome coverage) were used for genome assembly. The F. necrophorum ATCC 25286 genome was assembled using the opensource software package Unicycler under default parameters, version 0.4.3 (8), using our previously described pipeline (9) . For Illumina and MinION data, the mean depth of coverage for the genome was 56ϫ and 53ϫ, respectively. Prokka 1.13 under default parameters was used to annotate genes (10) . Potential integrated phage were detected using PHASTER (11) . Annotation in GenBank was carried out by the NCBI Prokaryotic Genome Annotation Pipeline (12) .
Data availability. The complete sequence and all raw data for the Fusobacterium necrophorum subsp. necrophorum ATCC 25286 genome have been deposited in NCBI under the accession numbers CP034842 (GenBank), PRJNA513186 (BioProject), SAMN10697414 (BioSample), and SRR8400822 and SRR8400823 (SRA raw sequencing reads). In addition, all data for this genome and additional bioinformatic analysis will be freely available on the FusoPortal (13) data repository of Fusobacterium genomes (http://fusoportal.org) and our Open Science Framework site (https://osf.io/2c8pv/). The deposited data are the first version of this genome.
